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OM protein - protein search, using sw model 

Run on: July 9, 2005, 20:35:05 ; Search time 177 Seconds 

(without alignments) 
500.507 Million cell updates/sec 



US-10-736-997-134 

880 

1 STQDGNGHGTHVAGTVAALN YASLNGTSiVIATPHVAGVAAL 173 

BLOSUM62 

.Gapop 10.0 , Gapext 0.5 
1612378 seqs, 512079187 residues 
Total number of hits satisfying chosen parameters; 1612378 
Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 



Title: 

Perfect score: 
Sequence : 
Scoring table: 

Searched: 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 100 summaries 

Database : UniProt_03:* 

1 : \aniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


748 


85 


.0 


269 


1 


PRTM_BACSK 


Q99405 


bacillus 


sp 


2 


744 


84 


.5 


269 


1 


SUBS_BACLE 


P29600 


bacillus 


le 


3 


744 


84 


.5 


3,80 


1 


ELYA_BACCS 


P41362 


bacillus 


cl 


4 


741 


84 


.2 


380 


1 


ELYA_BACAO 


P27693 


bacillus 


al 


5 


740 


84 


.1 


269 


1 


SUBB_BACLE 


P29599 


bacillus 


le 


6 


732 


83 


.2 


382 


2 


Q45522 


Q45522 


bacillus 


sp 


7 


710 


80, 


.7 


379 


2 


066153 


- 066153 


bacillus 


sp 


8 


704 


80 


.0 


378 


1 


ELYA_BACYA 


P20724 


bacillus 


sp 


9 


615 


69 


.9 


361 


1 


ELYA_BACHD 


P41363 


bacillus 


ha 


10 


615 


69, 


.9 


361 


2 


Q45521 


Q45521 


bacillus 


sp 


11 


589.5 


67 , 


. 0 


377 


2 


Q6L9T7 


Q619t7 


bacillus 


sp 


12 


583 


66, 


.2 


374 


2 


Q45523 


Q45523 


bacillus 


sp 


13 


575 


65. 


.3 


378 


2 


Q45466 


Q45466 


bacillus 


sp 


14 


562 


63 . 


, 9 


382 


1 


SUBT_BACAM 


P00782 


bacillus 


am 


15 


560.5 


63. 


.7 


379 


2 


Q45467 


Q45467 


bacillus 


sp 


16 


558 


63. 


.4 


382 


2 


Q6IT79 


Q6it79 


bacillus 


sp 


17 


555 


63. 


,1 


275 


2 


Q9R7J4 


Q9r7j4 


bacillus 


su 


18 


554 


63. 


0 


376 


2 


Q76KL9 


Q76kl9 


bacillus 


sp 


19 


549 


62. 


4 


382 


2 


087655 


087655 


bacillus 


su 


20 


545 


61. 


9 


310 


2 


Q9FDF2 


Q9fdf2 


bacillus 


li 


21 


545 


61. 


9 


374 


2 


Q9F941 


Q9f941 


bacillus 


li 



o o 




c 1 


Q 


7 74 
3/4 


o 
z 


nQPQ49 
y 7 r i7^ft z 


Q9f 942 


bacillus li 


Zj 


A 
34 3 


O X 


Q 


774 
3/4 


o 




Q9f 943 


bacillus li 




C^A R 
3tI 3 


O X 


Q 


77Q 

3 / -/ 


o 




06bcn9 


bacillus mo 


ZD 


A 
3^3 


fi 1 

D X 


Q 


7 7Q 


o 


^ O It IN IN .J 


OfinnnB 


bacillus li 


zo 


A9 
34Z 


O X . 


. D 


7ft 1 

3 O X 


1 
X 




P35835 


bacillus su 


Z 1 


C AO 
34z 


O X , 


£1 
. D 


7 ft 1 
3 O X 


0 
z 


r)R47A9 

^0 4 /aZ 


Ofl47a2 


bacillus su 




C A 1 
34 1 


fi 1 
D X 


. 3 


97R 
Z / 3 


0 
z 


OQ7T. fifi 


097166 


bacillus su 


Z ^ 


R A 1 
34 1 


D X 


. 3 


710 
3 X U 


o 
z 




Q9f 7c2 


bacillus li 


J u 


A 1 
3 4 X 


fi 1 

D X , 


c 
. 3 


77Q 

3 / -/ 


o 


nR7R91 


Q53521 


bacillus li 




3jy 


O X 


. 3 


7^0 
3 / y 


o 
z 


n4R7m 

S^4 33 U X 


O4R7 01 


bar'illiis li 


JZ 


R1 Q 
3 J i7 


O X . 


O 
. 3 


7ft 1 

3 O X 


X 




P00783 


bacillus su 


J J 


3 J 


fi 1 

O X . 


. 3 


7ft 1 

3 O X 


1 

X ' 


X Cn^O J. 


P29142 


bacillus St 




1 ft 
3 J 0 


O X ., 


1 

. X 


77Q 
3 / -? 


1 

X 


QITRT RATTiT 


P00780 


bacillus li 




c;'^ ft 

3 J o 


O X , 


. X 


77Q 

3 / -7 


o 
z 




Q9f df 4 


bacillus li 




R'^ ft 

3 J O 


D X . 


1 

> X 


77Q 


o 


OfiRT.P7 


Q65lp7 


bacillus li 


J / 


mft 

3 JO 


O X . 


1 

. X 


7ft 1 

3 O X 


X 




P04189 


bacillus su 


«3 O 


3 J / > 3 


D X < 


1 

> X 


404 


o 


n7fiT.9 9 


Q76129 


bacillus SD 




3j / 


O X < 


n 


71 n 

3 X V/ 


o 


^7 X^ X.'X^ <J 


Q9fdf 3 


bacillus li 


4 u 


"5 A 


fin 


n 
. 1 


974 
z / '± 


1 
X 


C3TTRn RAPT.T 


P0078 1 


"har«i11iiq 1 i 




3 J J 


fin 


c 

. D 


97R 

Z / 3 


1 

X 


3 U O X X3x^^ IT U 


P07518 


bapilliis nil 


4z 


33 u 


fin 


0 
> z 


7ft 1 
3 O X 


o 
z 


nft4P1 ft 

\^04r X o 


084f 18 

*z X X o 


har*illiis su 


ft J 


3Z / 


RQ 

3 -7 . 


Q 


77Q 

3 / -/ 


o 
z 


O4R7n0 


Q45300 


bacillus li 


AA. 


3 X X 


Rft 

3 O . 


> X 


7R 1 

3 O X 


o 




07wv;=^ fi 


ba^cillus su 


^ D 


3 V X 


Rfi 

3D . 


Q 
. -/ 


77Q 

3 / -7 


o 


04 R9 9 9 


Q45299 


bacillus li 


AC 


A ft 

4 O 3 . 3 


RR 

33 . 


0 
. z 


7Q7 

3 -7 / 


o 
z 


PQ7097 


P97097 


bA p i 1 1 UQ cjTi 




A ft 0 
4 O Z 


R4 

34 . 


Q 
. O 


7ft 7 

3 O 3 


o 
z 


nQK^R4 
i\.vvr\.*± 


Q9kw3r4 


ba "i 1 1 n Q m i 


Aft 


4 ft 1 

^ O X 


R4 

34 . 


7 


779 

3 / Z 


o 


OQKPI 7 


Q9kf 13 


bacillus ba 


AQ 


4 ft n 


R4 


. ^ 


7ft7 
J o o 


o 






bacillus "Du 




An A K 


33 • 


Q 


7Q7 

3 17 / 


z 


Oft 1 npo 


Oft 1 HnO 


ba cillus CP 

X/Cl^XXXUS 


1^1 
DX 


4 O O . 3 


33 < 


0 

> Z 


7Q7 

3 -7 / 


0 
z 


^^17 33 X 3 


09«?7\/7 


ba cillns t"b 

X^Cll^XXXliXO L^^X 


Dz 


A ^^7 c; 
4 D / . 3 


33 ■ 


1 

. X 


4 01 
4 U X 


1 

X 


iniL3 OiwOU 


04 Rfi70 


ba c "i 11ns sn 

XyClOXXXLlD '^Jc^ 


D J 


A ^;7 

1 D / . 3 


33 . 


1 

. X 


4 01 
4 U X 


0 
z 






ba cillns st" 

XJCl^XXXlXO O \^ 




*± O D • 3 




n 


7Q7 


2 


nfi7RT7 

^\J<JOX / 


063bi7 


bacillus ce 


33 


A c c c; 
4 b D . 3 


R 1 

33 . 


r\ 


7 Q 

3 y / 


0 

z 


nft 1 HMQ 
wO XyiM ^ 


Oft 1 rm Q 


lr\^ r^nllna 
x^d^xxxLio ctiJ. 


30 


*± O O . 3 


3 3 > 


n 

> \j 


7 Q7 


2 


OfiHT 74 


Ofihiz4 


baci 1 1 us t"h 

Jk^M^xxxukS y^ii 


3 / 


^ O . 3 


R9 

3Z . 


ft 

► O 


7Q7 


o 


n7M0W7 


O7Tn0w7 


bac 1 1 1 us ce 


c;ft 

^ o 


4RQ 


R2 


o 


797 


2 


077814 


Q738i4 


bacillus ce 

Xi/bfc^^^^VX0 


-J ^ 


453 5 

t. ■J ^ , .J 


51 


. 5 


279 


1 


THET THEVU 


P04072 


tbeirinoac t in 


fin 


44 ft 


Rl 

X . 


n 


4 04 

T W T 


2 


Oft PNR 9 


08en89 


Q p pa rir)V)a p 1 


O X 


44 R R 

*X ^ 3 • 3 


Rfl 

3 < 


• D 


fi4 R 

D^ 3 


1 

X 


<^TIRR RAP^II 


P16396 


bacillus su 


oz 


440 R 
^ Z * 3 


Rn 

3 U 1 


■ 3 


7ft4 

O O *x 


9 


ORfi7fi^R 

S^3 D J D 3 


056365 


hViprTnnac^ in 




4 R R 


4 Q 

4 17 , 


C 

. 3 


RfiR 
3 D 3 


o 

£i 


Ofi7C;71 


067s71 


s vmb i cba c 1~ p 


<^A 


40Q 
4Z 


4 ft 

4 O . 


O 

. o 


% 1 Qfi 
* X j7D 


0 
z 


OfiWPW7 


OfiwFw7 


ba cillns t"!! 


D3 


AO A 
4Z4 . 3 


4 ft 

4 O . 


0 
. z 


fil 7 
DX3 


0 
z 


ORR477 
y334 / / 


ORR477 

^331 / / 


a yiic^iiWL-y o u 


DO 


A O tr 


4 ft 

4 o , 


. X 


4 ft ft 
4 O O 


Z 


Oft VVRfi 
'^O I X 3 D 


Oft"\/\/Rfi 
VO y y 3 D 


diici&jcidxci 


fi'7 


4 Z J 


4 ft 

4 O . 


. X 


1 Rft 
X 3 O 


9 
z 


\^D rV rV O 


W X W D 


ba cillus i"hi 

X/CIV^XXXLIO l^Xl 


DO 


4 f)9 


4 R 

*± 3 . 


7 


4 99 

rt ^ ^ 






P58502 


T) \/T*n c c c c u s 


D -7 


4m R 

u X . 3 


4 R 

4 3 . 


c. 

> D 


RQ1 

3 7 X 


9 


OfiRTiKr7 


0651n3 


bacillus li 

J^Cl^XXXUO XX 




4nn R 

4 U U . 3 


4 R 

4 3 . 


C 

• 3 


791 

3 Z X 


1 

X 


TQP RAPPC; 

X O XT Da\_\_p3 


P29140 


ba cillus cl 

JUO^XXXUO v^x 


71 


o ^ o 


4 R 


0 

. \J 


R9R 
■J ^ ^ 


2 


09HMP9 


09hmf2 


halobacfpiri 


/ ^ 


Q9 R 


44 


fi 


79fi 


1 


T^P PARPO 


P29139 


Daenibacill 


73 


390.5 


44. 


.4 


513 


2 


Q64FJ8 


Q64f j8 


thertnus sp. 


74 


388.5 


44 . 


.1 


401 


2 


Q9P993 


Q9p993 


pyrobaculum 


75 


388.5 


44 . 


, 1 


513 


1 


AQL1_THEAQ 


P08594 


thertnus aqu 


76 


388.5 


44 . 


, 1 


615 


2 


Q8YRA5 


Q8yra5 


anabaena sp 


77 


388 


44, 


,1 


440 


2 


Q9YFI3 


Q9yfi3 


aeropyrum p 


78 


387.5 


44. 


0 


64 0 


2 


Q934J3 


Q934j3 


prevotella 



79 


382 


43 . 


. 4 


/IOC 

485 


Z 


y /4bCjb 


y / 4 Juy D 


ycUJJaC L.trx o 


ou 


381. 


.5 




A 

. 4 


A O O 
4ZZ 


Z 


UoZ4 U / 




^ O C Lls^w 1 1 Lwl ICl o 


oX 


378 




. U 


CAT 
D4 / 


z 


ODD TDA 


Ottr*"i T^4 


dx L.CX %Mfiuuiia9 




377 , 


.5 


A O 


Q 


Jib 


9 
Z 




^Oil J W J 


i^dL-XXXLlo 


D Q 


376 


A O 


. / 


Q n A 
o U4 


9 
Z 


nODT D9 


Oft-rl n9 
X ±pz 


CA. X y Lii^ J.JCI ^ u 


Q A 


375. 


.5 


AO 


n 

, / 


.3 X o 


9 
z 


n77QP9 


\^ / ^ x. ^ 


Ji^d v« X X X U O 




374 


A O 


c 
. D 


J 1 y 


1 

± 




PI 1 m ft 

It X X X O 


X/d^XXXLlS O Ul 




373 , 


.5 




/l 
. *t 


J ± D 


9 


J \-.r 


J l» L ^ 


X^d^XXXUO WW 


O / 


373. 


.5 


A O 


A 

. 4 


TIC 

Jib 


z 


r^Q 1 DDI 




iJdi-XJ.xUo dll 


Q Q 
OO 


373. 


.5 


A O 
^Z . 


. 4 


1 9 
J Z J 


9 

z 


^4 DOZ ± 


n4c;<=;9i 


XJdL.XXXLio (^jf 


O Q 


372. 


.5 


A O 


•J 

. J 


QIC 

J lo 


Z 


Icifiy 


no 1 oViQ 

^^O Icll? 


XJddllllS 


on 


372 , 


.5 


*tZ . 


o 


7 9 9 
J Z Z 


9 
z 




s^^jvci V J 


Via r"* "i n 1 na Via 
XJd(_xxxu.o lid 


Q 1 


372. 


.5 


A O 


. J 


A 9 9 
4 ZZ 


9 
Z 




\^?x. cx u 


V XJJx XU lUCUo 




371< 


.5 


4Z . 


> Z 




9 


HRPMWI 


\^0^4IWX 






371. 


.5 






C Q fi 
O O U 


1 

i. 


"PYPD YZiMnP 
It In. AxxLM It 


It ^ O O X ^ 






371. 


.5 


'z ^ . 


> ^ 


^ o o 


2 






V);=^ r'illnG Vi;^ 

X/dwXXXl^O 1 Id 


95 


369. 


.5 


42. 


.0 


436 


2 


Q45669 


Q45669 


bacillus sm 


96 


369 


41. 


.9 


317 


2 


Q65KT7 


Q65kt7 


bacillus li 


97 


368 


41. 


.8 


319 


2 


Q69DB4 


Q69db4 


bacillus sp 


98 


368 


41. 


.8 


591 


2 


Q7NKC4 


Q7nkc4 


gloeobacter 


99 


367. 


,5 


41. 


.8 


358 


2 


Q9HF11 


Q9hfll 


penicillium 


100 


367 


41. 


,7 


1448 


2 


Q8YWJ8 


Q8ywj8 


anabaena sp 



ALIGNMENTS 

RESULT 1 
PRTM_BACSK 

ID PRTM_BACSK STANDARD; PRT; 269 AA. 

AC .Q99405; 

DT Ol-FEB-1995 (Rel . 31, Created) 

DT Ol-FEB-1995 (Rel. 31, Last sequence update) 

DT 25-OCT-2004 (Rel. 45, Last annotation update) 

DE M-protease (EC 3 . 4 . 21 , -) . 

OS Bacillus sp. (strain KSM-K16) . 

OC Bacteria; Firmicutes; Bacillales; Bacillaceae; Bacillus. 

OX NCBI_TaxID=66692 ; 

RN [1] ' 

RP X-RAY CRYSTALLOGRAPHY (2.4 ANGSTROMS). 

RX PubMed=15299321; 

RA Yamane T., Kani T. , Hatanaka T. , Suzuki A., Ashida T. , Kobayashi T., 

RA Ito S., Yamashita O. ; 

RT "Structure of a new alkaline serine protease (M-protease) from 

RT Bacillus sp. KSM-K16."; 

RL Acta Crystallogr. D 51:199-206(1995). 

RN [2] 

RP SEQUENCE OF 1-23, AND CHARACTERIZATION. 

RX MEDLINE=95358832; PubMed=7632397 ; 

RA Kobayashi T. , Hakamada Y., Adachi S., Hitomi J., Yoshimatsu T., 

RA Koike K. , Kawai S., Ito S.; 

RT "Purification and properties of an alkaline protease from alkalophilic 

RT Bacillus sp. KSM-K16."; . 

RL Appl. Microbiol. Biotechnol. 43:473-481(1995). 

CC -!- COFACTOR: Binds 2 calcium ions per subunit. 

CC -!- SUBUNIT: Monomer. 

CC -!- SIMILARITY: Belongs to the peptidase S8 family. 

DR PDB; IMPT; X-ray; @=l-269. 

DR MEROPS; S08.010; -. 

DR InterPro; IPR000209; Pept_S8_S53 . 
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OM protein - protein search, using sw model 

Run on: July 9, 2005, 20:42:56 ; Search time 161 Seconds 

(without alignments) 
415.125 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 
Scoring table; 

Searched : 



US-10-736-997-134 

880 

1 STQDGNGHGTHVAGTVAALN YASLNGTSMATPHVAGVAAL 173 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 
1726216 seqs, 386330316 residues 
Total number of hits satisfying chosen parameters: 1726216 
Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 

Listing first 100 summaries 



Database 



Published_Applications_AA: 
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/cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB .pep : * 
/ cgn2_6 /p t oda t a / 2 /pubpa a / PCT_NEW_PUB . pep : * 
/cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB .pep : * 
/cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB .pep : * 
/cgn2_6/ptodata/2/pubpaa/US07__NEW_PUB .pep : * 
/cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 0 8_NEW__PUB . pep : * 
/cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 0 9 A_PUBCOMB . pep : 
/ cgn2__6 /pt oda t a/2 /pubpaa /US 0 9B_PUBC0MB . pep 
/cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB-pep: 
/ cgn2_6 /ptodata/2 /pubpaa / US 1 0 A_PUBCOMB . p ep 
/ cgn2_6 /p t oda t a / 2 /pubpaa / US 1 0B_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 1 0 C_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 1 0D_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 1 0 E_PUBCOMB . pep 
/cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB .pep : 
/ cgn2_6 /p t oda t a / 2 /pubpaa / US 1 1A_PUBC0MB . pep 
/cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB . pep : 
/cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB .pep : 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 6 0_PUBCOMB . pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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60 833 94.7 173 16 US- 10-736-997-147 Sequence 147, App 

61 823 93.5 173 10 US-09-824 -893A-154 Sequence 154, App 

62 823 93.5 173 16 US-10-736-997-154 Sequence 154, App 

63 814 92.5 173 10 US-09-824 -893A-156 Sequence 156, App 

64 814 92.5 173 16 US-10-736-997-156 Sequence 156, App 

65 797 90.6 269 17 US-10-872-166-3 ** Sequence 3, Appli 

66 797 90.6 383 17 US-10-872-166-2 ** Sequence 2, Appli 
67 788 89.5 173 10 US-Q9-824 -893A-168 Sequence 168, App 

68 788 89.5 173 16 US-10-736-997-168 Sequence 168, App 

69 781 88.8 173 10 US-09-824 -893A-233 Sequence 233, App 

70 781 88.8 173 16 US-10-736-997-233 Sequence 233, App 

71 779 88.5 173 10 US-Q9-824 -893A-199 Sequence 199, App 

72 779 88.5 173 16 US-10-736-997-199 Sequence 199, App 

73 777 88.3 173 10 US-09-824-893A-184 Sequence 184, App 

74 777 88.3 173 16 US- 10-736-997-184 Sequence 184, App 

75 776 88.2 173 10 US-09-824 -893A-236 Sequence 236, App 

76 776 88.2 173 10 US-09-824-893A-247 Sequence 247, App 

77 776 88.2 173 16 US- 10-736-997-236 Sequence 236, App 

78 776 88.2 173 16 US-10-736-997-247 Sequence 247, App 

79 775 88.1 173 10 US-09 -824 -893A-193 Sequence 193, App 

80 775 88.1 173 16 US-10-736-997-193 Sequence 193, App 

81 774 88.0 173 10 US-09 -824 -893A-213 Sequence 213, App 

82 774 88.0 173 10 US-09-824 -893A-226 Sequence 226, App 

83 774 88.0 173 16 US-10-736-997-213 Sequence 213, App 

84 774 88.0 173 16 US-10-736-997-226 Sequence 226, App 
85 774 88.0 193 10 US-09-824-893A-268 Sequence 268, App 

86 774 88-0 193 16 US-10-736-997-268 Sequence 268, App 

87 773 87.8 173 10 US-09-824-893A-179 Sequence 179, App 

88 773 87.8 173 16 US-10-736-997-179 Sequence 179, App 

89 772 87.7 173 10 US-09-824-893A-167 Sequence 167, App 

90 772 87.7 173 16 US-10-736-997-167 Sequence 167, App 

91 771 87.6 173 10 US-09-824 -893A-166 Sequence 166, App 

92 771 87.6 173 10 US-09-824-893A-232 Sequence 232, App 

93 771 87.6 173 16 US-10 -736-997-166 Sequence 166, App 

94 771 87.6 173 16 US-10 -736-997 -232 Sequence 232, App 

95 770 87.5 173 10 US-09 -824 -893A-136 Sequence 136, App 

96 770 87.5 173 10 US-09-824 -893A-163 Sequence 163, App 

97 770 87.5 173 10 US-09-824 -893A-256 Sequence 256, App 

98 770 87.5 173 16 US-10-736-997-136 Sequence 136, App 

99 770 87.5 173 16 US-10-736-997-163 Sequence 163, App 
100 770 87.5 173 16 US-10-736-997-256 Sequence 256, App 

* Commonly-assigned US-09-824-893 issued as US Patent 6, 902/ 922 on 18 May 2005. 

** 10/872,166 is not commonly assigned. 
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Copyright (c) 1993 - 2005 Compugen Ltd. 

OM protein - protein search, using sw model 
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(without alignments) 
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Title: US-10 -736 -997-134 

Perfect score: 880 
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Scoring table: BLOSUM62 
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Post -processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 100 summaries 



Database : FIR 79:* 



1: 


pirl : * 


2: 


pir2 : * 


3: 


pir3 : * 


4: 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


741 


84 


2 


380 


2 


A49778 


high-alkaline seri 


2 


732 


83 


2 


382 


2 


139780 


subtilisin (EC 3.4 


3 


704 


80 


0 


378 


2 


A33973 


high-alkaline seri 


4 


615 


69 


9 


361 


2 


G83756 


subtilisin-type al 


5 


608 


69 


1 


361 


2 


A48373 


high-alkaline seri 


6 


583 


66 


2 


374 


2 


139781 


subtilisin (EC 3 .4 


7 


562 


63 


9 


382 


1- 


SUBSN 


subtilisin (EC 3 .4 


8 


542 


61 


6 


381 


2 


JH0778 


subtilisin (EC 3.4 


9 


539 


61 


3 


381 


1 


SUBSS 


subtilisin (EC 3 .4 


10 


539 


61 


3 


381 


2 


JQ1487 


subtilisin (EC 3 .4 


11 


538 


61 


1 ■ 


379 


1 


SUBSCL 


subtilisin (EC 3.4 


12 


538 


61 


1 


381 


1 


SUBSI 


subtilisin (EC 3.4 


13 


537 


61 


0 


275 


2 


JC1085 


subtilisin (EC 3 .4 


14 


534 


60 


7 


274 


1 


SUBSD 


subtilisin (EC 3 .4 


15 


533 


60 


6 


272 


2 


A23624 


subtilisin (EC 3.4 


16 


481 


54 


7 


372 


2 


D83735 


subtilisin-type al 


17 


467.5 


53 


1 


401 


2 


139974 


serine proteinase 


18 


464.5 


52 


8 


397 


2 


JW0075 . 


cy s t e ine - dependent 


19 


453.5 


51 


5 


279 


1 


SUMYTV 


thermitase (EC 3.4 


20 


445.5 


50 


6 


645 


1 


SUBSMP 


serine proteinase 


21 


442.5 


50 


3 


384 


2 


JC4802 


alkaline proteinas 





A OA C 


A Q 
4 O 


. 2 


CI 7 

b±3 


o 
z 


C7 Q7^^ 
O / 3 7 / b 


liy UXXC C X ^ AX ^xwu^c 


^<3 


A0 1 C 


A ft 
4 O 


. X 


Aft ft 
ft O O 


0 

z 


ATI Q70 

/^X X 73 U 


T^T*<Th ^1 rintnoiirt* 

L<fX W lia>CXXlCiOC L'^'^^f'^^^ 


OA 


Ann 

ft U U . 3 


A C 
*3 


. 3 


701 
3 Z X 


X 


OZ / 3 U X 


allcATiriR r>irot"©inas 


23 


J y o 


43 


. U 


C 0 
32 3 


Z 


nn A A 

Vj044 Ub 


Vi5a1o1\7'Q"in rn rn'OOT't" ^ 
licixv^ X o xii LXiu^wx^c 


2o 


3 J7Z . 3 


A A 
44 


. b 


70<^ 
3Z b 


X 


r»A1 7 7 R 
^ft X3 3 3 






3 OO . 3 


A A 
ft4 


. X 


401 
ft U X 


0 

z 


A3 / O 7 U 


ClwX WX jr O ^XC^LXXOU 


2o 


3 OO • 3 


A A 


. X 


m 7 

3X3 


X 


A7 R749 

/a3 3 / ft Z 


amialvfiin fEP 7 4 


•5 Q 


"3 Q Q C 
3 OO . 3 


A A 
fi ft 


. X 


fil 
OX3 


0 
z 


TiUOO Aft 
rulZ Z t O 


UXU^CXXXdSC ^^lli^\J^K^ 




"3 0 0 

3 OO 


y1 /I 
44 


T 

. X 


A A O 
44 U 


2 


"HO O 7 D A 
II / Z / Oft 


^x^jjjdijxc:: dXivcix xxic 




3 /4 


A O 
42 


. 3 


7 1 Q 
3X7 


2 


T7 QQ£<C 

X3 7obb 


IllXVoXUJJXCLX oCXXliC ^ 




3/3.3 


i4 O 

42 


. 4 


O O 0 
323 


2 


X370b / 


iiixcxroj3Xax sexxiie p 


JO 


■J OO Q 
3/2.3 


A O 
fk Z 


. 3 


7 0 0 
3 Z Z 


0 

z 


r;ft7 Qoo 

003 7ZZ 


Tn^ya/^ollnliST* a1Vs 
XXX L-X Ct^C X X LlXCtX CtXJvCt 




O 7 1 C 
3 / J. . 3 


A O 
42 


. 2 


ft o 

3oU 


o 
z 


CI 1 ftOA 
i3XX07U 


ocxxxxc px L-CXxIcLdC 




3/1.3 


A O 
42 


. 2 


C D Q 
300 


2 


r*Q 7 O 7 £ 
L.03 03b 


sixiJL.xxxsxxi'' uype px 


•J c 


0 £ Q C 
3 b 17 . 3 


A O 
42 


A 

. vJ 


A 7 C 
43 b 


Z 


T 7 Q Q77 
X 3 7 7 / 3 


dx j\.cix xxxc OCX xxic px 


J / 


3 0/ 


A1 
fx X 


7 


1 A4 ft 
Xft ft o 


o 


AT9007 
r^X ^ u u / 


o Lxxj i« X xcioc xciiitxxy ^ 


J o 


3 Oi6 . 3 


A1 
ft X 


0 


41 Q 

ft X 7 


1 

X 


qo CQ-a c 

3 O J 3 


O LXXm' X X X O XXX J • ft 


Q 


<;o c 

3 b^ • 3 


A1 
*± X 


• z 


c;i Q 

3X7 


0 
z 


Q71 Am 

•3 / Xft3X 


Inalr^ Twain PA ^T?P 7 
iXdXW/Xy O XiX Aft Vx-iv« 3 


*± \J 


J ^ ^ • 3 


4.0 


Q 


^74 
^ 1? ft 


1 


JS0177 


allcalin^ "m^oh^inas 


A T 


'ICO c 

3 3 / . 3 


A n 
4 U 


. b 


AO n 

4Z U 


X 


G07 AAO 
oZ 3 4 U / 


onV^t" "1 1 "i e "1 n ^ TTP 7 A 
bUX./UXXXoXxl V-^^ o3 


42 


"J C O 
333 


A n 
4U 


. ± 


7 O 1 
32X 


2 


TP C A £ A 
vJL.34bU 


T n ^a1 1n1 sll^o 
XIlvi.XdC6XXUXdX dXJNd 




"a A7 
34 / 


7 Q 
37 


. 4 


1 nco 

±U32 


0 
Z 


TJQO Q A Q 
ri03 7U7 


cexx Wdxx dssocxdu 




J *x ^ 


7ft 


Q 
> ^ 


7R7 

JO/ 


2 


O X X ^ O .7 


c;^T""i Ti^ nT*o1~ 1 na 

OCXXXXC L/X ^ XXXdOC 


40 


"3 A n c 
34 U . 3 


7 G 
3 O 


. / 


7 
33 b 


o 
z 


TP7 QO 
/ OZ b 


VdCUOXdX SIXDL.XXXSX 


A^ 


"3 A n 

3^ U 


7 ft 
3 O 


. O 


7 HA 
3 Oft 


1 

X 


OU X X J\ri 


ClXUUpepL. XUdoC JX Vx!i 


Al 


3 3/ 


7 ft 
o O 


7 

. 3 


9 Q7 

^ 7 J 


o 


.7007 ftO 


Y^'vo^ *a T n a e la T* (X^C* 7 
px Lc: xxxdoc ± J 


*± o 




7ft 


7 




o 


Hft777fi 
no J /JO 


cnV^'l"! 1 1 ciin— f* \fT\e> a 1 

O IXJkJ U X X X iD XXX L.Ji'pC dX 


A Q 


3 3 ft 


7 ft 

3 O 




77Q 
3/7 


1 

X 


•TP !? 1 A 9 

U Xft ^ 


dxjs.dxxixc pxuucxxxdo 




3 3 *± 


7R 

3 O < 


n 


c;70 

3 3 v 


o 


a40fiOR 

Aft ^ O V 3 


ixdxuxjroxix V Ca\^ 3 • ft • 




3 3 


7ft 

3 O < 


n 

• w 


ftQ4 

O 7ft 


o 


F^?Q770 

f O 7 / J\J 


^o1 1 ti7s 1 1 — ac!C!o<^i 
^cxx wdxx doou^xdu 




3 3 ± . 3 


77 

3 / i 


0 


■^7 7 
3 3 3 


X 


TTT01 A C 
U U U Xft D 


scxxiie pxOL.exiidse 


3 3 


7 71 

3 3 ± . 3 


77 

3 / . 


o 
. / 


^^01 
O U X 


0 

z 


.TP A 7 *C 
U ^ft 3 / O 


S6xXI16 pxO UCXIldSC 


3fc 


7 07 
3<6 / 


77 

3 / < 


o 
p z 


7 Q7 
3 7/ 


0 

z 


.TP700ft 
U ^ / Z U O 


dXXCX^Cll ircn 11 " X 3 


33 


70C C 
32b . 3 


7 7 

3 / . 


. X 


A C7 
4b / 


X 


OA C A Q7 
o434 i73 


serine proteinase 


30 


70 7 
323.3 


7 C 

3 b . 


Q 
. O 


A c; A 
ft 3fi 


0 

z 


TA 7 A C Q 
ift3 Ub7 


pxOJjdDxe sexine px 


3 / 


700 
3 2Z 


7 C 

3 b . 


. b 


7 ft ft 
3 O 0 


X 


GOO 7 Q7 
oZ Z 3 O / 


cuuxcxe -ae^xd.Qxn^ 


3 O 


71ft ^ 
3 X O • 3 


7fi 

3 O 1 


o 

■ ^ 


O 3 3 


X 


7VO C Q 
nZ 7 3 3 O 


CCxeVXoXxx ^iIiV« 3 > ft • 




717 ^ 


7fi 


■ X 


4 1^4 

ft 3ft 


o 


A / 3 3 O 7 


OCXXIlC pxUCCXIldOC/ 


o u 


7 1 c; 

3 X O • 3 


7 

3 O . 


> u 


c;7 c: 

3 3 3 


0 
z 


RftO 7 c:ft 

COZ 3 3 O 


dXJvdXxxie scxxiie px 


o ± 


717 ^ 

3X3.3 


7 1^ 

3 3 . 


> o 


47ft 
fx / O 


X 


OO X700 


oUJ3LiX XXoXIl~ XXJv€ px 


O A 


719 R 

3X^.3 


7R 

3 3 < 


c 

> 3 


71 R 

/ X3 


o 


.Tr4 Q 0 ft 

U v«ft 7 V O 


a1 Ira 1 T Tio GOT"! no tm'" 
dxxwdxxxisS ossxxixc px 


D3 


707 ^ 


74. 

J ft . 


Q 

1 -7 


RQ1 

J 7 X 


o 


A7R474 

A / Jft / *± 


C!OY"TnO T^l^^^ O ■? n a €2 0 

sCX xiic px XXXdoC 1 




70R R 
3 U 3 . 3 


74 

3ft . 


, / 


^;0 7 

D U 3 


0 

z 


G070t; R 
oZ / U33 


V\a c ^ o eovi no t^^/^+"0 

x^dSxc scxxiie pxoue 


03 


7 A C< 
3 U3 


7 A 
34 . 




A A Q 
4U7 


1 


C7 O Q A ET 
032 7U3 


serine proteinase 


OO 


7 r> 7 C 

3 U3 . 3 


7 A 
3 4 . 


> 3 


A AO 
4 U2 


X 


TTTA 7 7 O 
J UU332 


dXKdXine proceindS 


cn 
o / 


7 n n 

3 U U 


7 A 
34 . 


. X 


A A O 
44Z 


z 


Ab73o / 


intra.cellnla.r a.l}ca. 


C Q 


O Q C 
2^3.3 


7 7 

3 3 . 


, b 


A 1 O 
4 XZ 


7 
Z 


142 U24 


proDdDxe serine pr 


O 7 


^ / o 


71 
3 X < 


4 

> ft 


1 7 Qft 

X3 70 


o 


TOftl RQ 
X Z OX3 7 


py xOXyoXxl Vxli^ 3 • fx ■ 




^ o ^ • «J 


70 


> o 


407 

*S V/ J 




S991 R4 

O ^ X O ft 


m-vy» n ^PIP 7 4 51 

W^Xjf^XXl j.^.^x. 


71 


0 <^ 7 
Z O 3 


0 Q 


Q 


AAA 
ft ft ft 


0 
z 


■Rft 7 ft Q1 
OO 3 O 7 X 


xnux dCcxxiiXdx dXJvd 


72 


262 . 5 


29 . 


. 8 


403 


1 


SUASO 


OT*V5' "i n (T*'.C* 7 4 ?1 


73 


262.5 


29. 


.8 


403 


2 


JC7081 


oryzin (EC 3.4.21. 


74. 


261 


29. 


,7 


393 


2 


T36842 


probable secreted 


75 


257.5 


29. 


,3 


491 


1 


S19458 


hypothetical prote 


76 


247.5 


28. 


1 


328 


2 


G95392 


probable protease 


77 


247.5 


28. 


,1 


728 


2 


A75582 


serine proteinase. 


78 


246 


28. 


0 


799 


2 


G83753 


subtilisin-type pr 



79 
80 
81 
82 
83 
84 
85 
86 
87 
88 
89 
90 
91 
92 
93 
94 
95 
96 
97 
98 
99 
100 



205.5 
201.5 
197.5 



179.5 
178 



245 
243 
240.5 



185.5 
183.5 



238 
237 
234 
229 
225 
225 
216 



183 
180 
180 



196 
186 



27.8 
27.6 
27.3 
27.0 
26.9 
26.6 
26.0 
25.6 
25.6 
24.5 
23.4 
22.9 
22.4 
22.3 
21.1 
21.1 
20.9 
20.8 
20.5 
20.5 
20.4 
20.2 



. 757 
484 

1433 
400 
806 
744 
627 
288 

4936 
450 
461 
910 
454 
733 

1052 
995 
466 
446 
475 

1396 
461 
446 



2 
2 
1 
2 
2 
2 
2 
2 
2 
2 
2 
2 
1 
2 
2 
2 
2 
2 
2 
2 
2 
2 



C84120 
B75600 
A36734 
C75336 
A41341 
F75625 
D75393 
D75286 
AH2515 
T10926 
S23420 
C69456 
A26955 
F75384 
T17093 
C83203 
B95271 
T10024 
E87225 
T10627 
A70837 
D70597 



subtil isin- type pr 
serine proteinase, 
bacillopeptidase F 
serine proteinase, 
microbial serine p 
serine proteinase, 
serine proteinase, 
serine proteinase 
hypothetical prote 
probable serine pr 
probable subtil is i 
subtil isin sendai 
alkaline serine pr 
serine proteinase, 
intraluminal subti 
probable serine pr 
probable protease 
probable signal pe 
probable proteinas 
hypothetical prote 
probable proteinas 
probable signal pe 



ALIGNMENTS 



RESULT 1 
A49778 

high-alkaline serine proteinase (EC 3.4.21.-) precursor - Bacillus alcalophilus 
strain PB92) 

N;Alternate names: subtilisin homolog, high-alkaline 
C; Species: Bacillus alcalophilus 

C;Date: 12-Mar-1994 #sequence_revision 24-Feb-1995 #text_change 09-Jul-2004 
C;Accession: A49778; JC1244 

R;van der Laan, J.C; Gerritse, G.; Mulleners, L.J.S.M.; van der Hoek, R.A.C.; 
Quax, W.J. 

Appl. Environ. Microbiol. 57, 901-909, 1991 

A; Title: Cloning, characterization, and multiple chromosomal integration of a 
Bacillus alkaline protease gene. 

A;Reference number: A49778; MUID: 91282483; PMID: 2059048 
A;Accession: A49778 
A; Molecule type: DNA 
A; Residues: 1-380 <VAN> 

A; Cross-references: UNIPROT: P27693; GB:M65086; NID:gl42456 ; PIDN :AAA22212 . 1 ; 
PID:gl42457 

A; Experimental source: strain PB92, ATCC 31408 

A; Note: amino end of mature protein confirmed by peptide sequencing 

R;Takami, H.; Kobayashi, T. ; Kobayashi, M. ; Yamamoto, M. ; Nakamura, S.; Aono, R. ; 

Horikoshi, K. 

Biosci. Biotechnol. Biochem. 56, 1455-1460, 1992 

A;Title: Molecular cloning, nucleotide sequence, and expression of the structural 
gene for alkaline serine protease from Alkaliphilic bacillus sp. 221. 
A/Reference number: JC1244; MUID: 93043753 ; PMID: 1368952 
A, -Access ion: JC1244 
A; Molecule type: DNA 

A;Residues: 1-195, »S 197-380 <TAK> 

A; Cross-references: GB:D13157; NID:g216231/ PIDN:BAA02442 . 1; PID:g216232 

A; Experimental source: Bacillus alcalophilus Vedder, ATCC 21522 (Bacillus sp. 221) 

CSuperfamily: subtilisin; subtilisin homology 
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Gapop 10.0 , Gapext 0.5 
513545 seqs, 74649064 residues 
Total number of hits satisfying chosen parameters: 513545 
Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 100 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 

2 :. /cgn2_6/ptodata/l/iaa/5B_COMB . pep : * 
3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 
4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep:* 

5: /cgn2_6/ptodata/l/iaa/PCTUS_C0MB.pep: * 

6: /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
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ALIGNMENTS 

RESULT 1 

US-09-533-480C-2 

; Sequence 2, Application US/09533480C 

; Patent No. 6777218 

; GENERAL INFORMATION: 

; APPLICANT: Mikkelsen, Frank F. 

; APPLICANT: Sejersgard, Tina Fano 

; TITLE OF INVENTION: Subtilase Enzymes 

; FILE REFERENCE: 6137.200-US 

; CURRENT APPLICATION NUMBER: US/09/533 , 480C 

; CURRENT FILING DATE: 2000-03-23 

; NUMBER OF SEQ ID NOS : 6 

; SOFTWARE: Patentin version 3.1 

; SEQ ID NO 2 

LENGTH: 269 

TYPE: PRT 
; ORGANISM: Artificial Sequence 
; - FEATURE : 

OTHER INFORMATION: Synthetic 
US-09-533-480C-2 

Query Match 95.6%; Score 841; DB 4 ; Length 269; 

Best Local Similarity 95.4%; Pred. No. 7.3e-73; 

Matches 165; Conservative 5; Mismatches 3; Zndels 0; Gaps 0; 

Qy 1 STQDGNGHGTHVAGTVAALNNSIGVIGVAPSADLYAVKVLGANGRGSVSGIAQGLEWAAA 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIMMIIIIMII 

Db 55 STQDGNGHGTHVAGTVAALNNSIGVIGVAPSADLYAVKVLGANGRGSVSGIAQGLEWAAA 114 



Qy 



61 NNMHIANMSIX5SDAPSTTLGRAVNYATSQGVLVIAATGNNGSGSVGYPARYANAMAVGAT 120 



Db 




Qy 



121 DQNNRRANFSQYGTGIDIVAPGVNVQSTYPGNRYASLNGTSMATPHVAGVAAL 173 



Db 




RESULT 2 

US-07-706-691G-37 

; Sequence 37, Application US/07706691G 
; Patent No. 534 0735 
; GENERAL INFORMATION: 

APPLICANT: Goddette, Dean W 
; TITLE OF INVENTION: Third Generation Protease Mutants 
NUMBER OF SEQUENCES: 104 
CORRESPONDENCE ADDRESS: 
; ADDRESSEE: Henkel Corporation 

; STREET: 14 0 Germantown Pike, Suite 150 

; . CITY: Plymouth Meeting 
; STATE : Pennsylvania 

COUNTRY: USA 
ZIP: 19462 
COMPUTER READABLE FORM: 
MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 
SOFTWARE: Patent In Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/07/706 , 691G 
FILING DATE: 19910529 
CLASSIFICATION: 435 
ATTORNEY/AGENT INFORMATION: 
; NAME: Drach, John E. 

REGISTRATION NUMBER: 32891 
REFERENCE/DOCKET NUMBER: M4922 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: 215-832-2215 
TELEFAX: 215-941-6067 
; INFORMATION FOR SEQ ID NO: 37: 

SEQUENCE CHARACTERISTICS: 
; LENGTH: 269 amino acids 

TYPE: AMINO ACID 
TOPOLOGY : unknown 
MOLECULE TYPE: protein 
HYPOTHETICAL: NO 
ANTI -SENSE: NO 
ORIGINAL SOURCE: 
; ORGANISM: Serine Protease 

STRAIN: Bacillus lentus DSM 5843 
IMMEDIATE SOURCE: 

CLONE: S104T, S139Y, A224V 
US-07-706-691G-37 

Query Match 85.3%; Score 751; DB 1; Length 269; 

Best Local Similarity 82.1%; Pred. No. 3.1e-64; 

Matches 142; Conservative 19; Mismatches 12; Zndels 0; Gaps 0 



